Porcine bocavirus 5 is a novel porcine bocavirus species found in a pig with clinical diarrhea from a farm in China. Here, we report the complete genome sequence of strain PBoV5/JS677, which will help toward understanding the molecular and evolutionary characteristics of the porcine bocavirus.
P
arvoviruses are members of the family Parvoviridae and can cause a broad spectrum of diseases in animals (8) . The family Parvoviridae is classified into two subfamilies: the Parvovirinae subfamily and the Densovirinae subfamily. Bocaviruses are unique among parvoviruses in the subfamily Parvovirinae, which includes the bovine parvoviruses, canine minute viruses, gorilla bocavirus, four species of human bocaviruses, and porcine bocavirus (PBoV) (1, 2, 5, 6, 8, 9, 10, 13) .
In 2009, the porcine bocavirus was first discovered in Sweden (3, 4) . Subsequent studies reported the nearly complete genome characterization of two species of PBoVs in China, PBoV1 and PBoV2 (7, 12, (15) (16) (17) . In recent studies, two new species of porcine bocaviruses (PBoV3 and PBoV4) were discovered in Northern Ireland and Hong Kong (11, 14) .
In this study, a novel species of porcine bocavirus, PBoV5, was discovered and identified in piglet stool samples from a farm in China where a piglet had clinical diarrhea. Six pairs of oligonucleotide primers to amplify regions of the PBoV5/JS677 genomes were designed from alignments of available PBoV genomes. The PCR products were purified and cloned into the pMD18-T vector (TaKaRa) and sequenced with an ABI3730XL genome sequencer. The terminal sequences were acquired by using a kit for rapid amplification of cDNA ends (RACE) (Clontech, Japan).
The genome of PBoV5/JS677 is a single-stranded DNA molecule comprising 5,076 bp, with a GC content of 50.69%. It had three putative open reading frames (ORFs) encoding two nonstructural proteins (NS1 and NP1) and two structural proteins (VP1 and VP2). Phylogenetic analyses based on the genome and the ORFs indicated that PBoV5/JS677 was distantly related to other porcine bocaviruses, forming a distinct cluster within the genus Bocavirus. Sequence analysis showed that the genome of PBoV5/JS677 was 48.7 to 86.3% homologous to other PBoVs. The NS1 and NP1 genes of the PBoV5/JS677 shared 48.7 to 86.2% and 31.9 to 82.1% sequence identity, respectively, with the nonstructural genes of other porcine bocaviruses.
Under the existing criteria for classification of bocaviruses by the International Committee on Taxonomy of Viruses (ICTV), species are defined as Ͻ95% homologous nonstructural gene DNA sequence (http://www. ictvdb.org/). Therefore, PBoV5/ JS677 should be classified as a prototype virus of a new porcine bocavirus species. These data will facilitate future investigations of evolutionary characteristics and molecular pathogenesis of PBoV.
Nucleotide sequence accession number. The complete genome sequence of PBoV5 strain JS677 was deposited in GenBank under accession no. JN831651.
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